Supplementary Information

S1: Supplementary Material and Methods
Electrophysiology
For electrophysiological data acquisition, an EPC10plus patch-clamp amplifier with PulseFit or PatchMaster software (HEKA Elektronik) was used. Data were digitalised with 10 kHz (or for 40 minute perforated patch recordings with 5 kHz to keep file size small), and filtered with Bessel Filter 1: 10 kHz; Bessel Filter 2: 5 kHz. All recordings were performed at a bath temperature of 33°C ± 1. Temperature was controlled using the Badcontroler V (Luigs & Neumann), and checked by a hand thermometer prior and after the recording. All chemicals if not stated otherwise were obtained from Sigma Aldrich. To block fast synaptic transmission, 10µM DNQX disodium salt (Tocris) and 10 µM Gabazine (Tocris) were added to the ACSF. For perforated patch recordings (patch-pipettes: 2.0-2.5 MΩ), the low EGTA internal solution was used without NaGTP and MgATP, but with a final concentration of 100 µg/ml gramicidin.
To analyse dopamine autoinhibition of SN DA neurons, a minimum of 5 minutes stable baseline activity either in gramicidine perforated patch or in cell-attached configuration were recorded.
This was followed by application of 100 µM dopamine hydrochloride in ACSF via bathperfusion for 15 minutes and by a 20 minute washout phase. Note that not all analysed neurons allowed a stable full 40 minute recording.
UV-laser-microdissection and RT-PCR analysis
UV-laser-microdissection (UV-LMD) of SN DA neurons from mouse brain sections, using an LMD7000 system (Leica Microsystems), as well as cell lysis, cDNA synthesis, purification, multiplex nested PCR (for marker-gene analysis) and quantitative real-time PCR (qPCR) of UV-LMD samples was performed essentially as described in (Liss, 2002; Grundemann et al., 2011; Dragicevic et al., 2014; Schlaudraff et al., 2014) . Details about all used primers are found in Supplemental Tables A and B . cDNA was redissolved after precipitation in 17 µl molecular biology grade water (5PRIME), and stored at -20°C until PCR amplification. Only cDNA samples that were multiplex-PCR positive for tyrosine hydroxylase (TH), and negative for calbindind28k (CB), l-glutamate decarboxylase (GAD65/67) and for glial fibrillaric acidic protein (GFAP) were further analysed by qPCR. This was probed with 5 µl, i.e. 5/17, reflecting ~3 SN DA neurons of each cDNA pool, derived from 10 SN DA neurons. For qPCR assays, TaqMan® probes were used, labelled with 6-carboxyfluorescein (FAM) as reporter and a non-fluorescent quencher (NFQ). Qualitative primers and PCR amplicon details are given in Supplemental Table 1A . Quantitative PCR assay details, and assay-specific standard curve parameters are given in Supplemental Table 1B . Standard curves for quantitative PCR quantification were generated using serial dilutions of cDNA (40, 4, 0.4 and 0.04 ng), derived from mouse midbrain tissue mRNA (RNeasy® MINI kit, Qiagen), as templates in duplicates in at least n = 3 independent qPCR runs. The cDNA amount per cell in relation to the standard was calculated according to:
• Where: S = serial dilution factor of the standard curve (i.e. 10), Nocells = number of harvested neurons per sample (i.e. 10), cDNA fraction = fraction of the UV-laser-microdissection cDNA reaction sample used as template in the individual qPCR reactions (i.e. , 2013) . For further stratification, data were normalised to mean cell-size, derived from each individual respective cell pool, as described (Muhling et al., 2014) .
Supplementary References
Dragicevic E, Poetschke C, Duda J, Schlaudraff 
S3: Supplementary Figure
